In the original article, there were mistakes in Table [2](#T1){ref-type="table"} as published. Several listed cleavage sites were derived from virus isolates that did not correspond to the accession numbers provided in the Materials and Methods Section. In addition, the sequence listed for the DMaV NTB-VPg cleavage site was incorrect and showed the sequence for the VPg-Pro cleavage site instead. Corrections to the SMoV MP-CP cleavage site, BRNV MP-CP cleavage site, and DMaV X1-X2, NTB-VPg, and Pro-Pol cleavage sites have been made. Please note that this correction does not change amino acids at conserved positions (highlighted in red or green in the Table). The corrected Table [2](#T1){ref-type="table"} appears below. The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way.

###### 

Alignment of potential cleavage sites for members of the family *Secoviridae*.

                 **SMoV**                                         **BRNV**                               **CLVA**                               **DMaV**
  -------------- ------------------------------------------------ -------------------------------------- -------------------------------------- --------------------------------------
  **P1 SITES**                                                                                                                                  
  X1-X2          AQ$\text{C}$V$\text{EQ}$/$\text{G}$G             IGLE$\text{Q}$$\text{E}$/$\text{G}$F   EHET$\text{C}$$\text{Q}$/$\text{G}$L   TEEE$\text{LQ}$/$\text{G}$L
  X2-NTB         CP$\text{A}$Y$\text{EQ}$/$\text{S}$S             DVPL$\text{SE}$/$\text{G}$A            ADVA$\text{AQ}$/$\text{S}$G            EPMM$\text{LQ}$/$\text{A}$G
  NTB-VPg        EV$\text{A}$T$\text{EQ}$/$\text{G}$G             LAFT$\text{SE}$/$\text{G}$G            SSSL$\text{AQ}$/$\text{G}$T            TESE$\text{LQ}$/$\text{G}$V
  VPg-Pro        VR$\text{A}$Y$\text{EQ}$/$\text{G}$A             IKPY$\text{S}$$\text{Q}$/$\text{G}$G   RAFS$\text{AQ}$/$\text{G}$E            RGFQ$\text{LQ}$/$\text{G}$G
  Pro-Pol        EV$\text{A}$V$\text{Q}$$\text{Q}$/$\text{G}$M    GKFY$\text{QQ}$/$\text{G}$D            PVIV$\text{AQ}$/$\text{G}$P            PADE$\text{LQ}$/$\text{S}$E
  **P2 SITES**                                                                                                                                  
  MP-CP          TR$\text{A}$Y$\text{E}$$\text{E}$/$\text{G}$XF   DDFV$\text{E}$$\text{E}$/$\text{G}$G   GDAA$\text{AQ}$/$\text{G}$D            LNDS$\text{L}$$\text{E}$/$\text{G}$D

*Amino acids highlighted in red represents highly conserved positions. Amino acids highlighted in green represent alternative amino acids found at the −4, −2, −1, or +1 positions. SMoV, Strawberry mottle virus; BRNV, black raspberry necrosis virus; CLVA, chocolate lily virus A; DMaV, dioscorea mosaic-associated virus; NTB, nucleoside triphosphate binding protein; VPg, viral genome-linked protein; Pro, protease; Pol, polymerase; X1 and X2, unknown; MP, movement protein; CP, capsid protein*.
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